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Abstract 
Background: Conserved syntenic gene complexes are rare in Arthropods and likely only retained due to functional 
constraint. Numerous sHSPs have been identified in the genomes of insects, some of which are located clustered in 
close proximity. Previous phylogenetic analyses of these clustered sHSP have been limited to a small number of holo-
metabolous insect species and have not determined the pattern of evolution of the clustered sHSP genes (sHSP-C) in 
insect or Arthropod lineages.
Results: Using eight genomes from representative insect orders and three non-insect arthropod genomes we have 
identified that a syntenic cluster of sHSPs (sHSP-C) is a hallmark of most Arthropod genomes. Using 11 genomes 
from Hymenopteran species our phylogenetic analyses have refined the evolution of the sHSP-C in Hymenoptera 
and found that the sHSP-C is order-specific with evidence of birth-and-death evolution in the hymenopteran line-
age. Finally we have shown that the honeybee sHSP-C is co-ordinately expressed and is marked by genomic features, 
including H3K27me3 histone marks consistent with coordinate regulation, during honeybee ovary activation.
Conclusions: The syntenic sHSP-C is present in most insect genomes, and its conserved coordinate expression and 
regulation implies that it is an integral genomic component of environmental response in arthropods.
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Background
Evolutionary conserved syntenic gene complexes are 
relatively rare in arthropod genomes, with only three 
major well-characterised examples, the Hox complex 
[1–6], the E(spl)-C [7, 8] and the runt complex [9] rep-
resented in the majority of arthropod lineages. Those 
complexes, in which gene-order remains conserved over 
evolutionary time, are likely to be constrained by fac-
tors such as coordinated regulation (as in the case of the 
Hox and E(Spl)-C). Most gene complexes (though not 
all) [10], are formed by duplication of a single ancestor, 
but the evolutionary history of such complexes is often 
complicated with instances of duplication, loss, and gene 
conversion. In this study we examine the evolutionary 
history and gene expression patterns of a syntenic cluster 
of small heatshock protein encoding genes (sHSP-C) [11] 
in the genomes of arthropods.
sHSPs are found throughout the three domains of life 
and these proteins act as molecular chaperones that bind 
misfolded proteins. The sHSPs are one of the most up-
regulated classes of heat-shock proteins following stress 
[12], have critical roles in normal development in Dros-
ophila [13]. The sHSPs are categorized as having molecu-
lar weights between 12 and 42 kDa and are comprised of 
a conserved α-crystallin domain of about 100 amino acid 
residues and a highly variable N-terminal domain [14, 
15]. The sequence diversity of the N-terminal region has 
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been proposed to be responsible for regulation of expres-
sion, species-specific functions, cellular localisation or 
tissue specific expression [11, 16, 17] and oligomerization 
and chaperoning capacity [18].
The most well studied insect sHSP are seven sHSP 
genes contained in a syntenic cluster at a 15  kb region 
at the 67B locus in D. melanogaster and the sHSP lethal 
(2) essential for life (l(2)efl) found non-linked on Chro-
mosome 2R. The Drosophila sHSP-cluster (sHSP-C) 
genes and non-linked l(2)efl all have similar sequences 
in their promoter regions, with multiple heat shock ele-
ments (HSE) and binding sites for Broad-Complex (BR-
C), an ecdysone regulated transcription factor [19, 20]. 
This implies that the sHSP-C genes and l(2)efl share a 
common ancestral ortholog as well as similar functions 
and expression [21–23] and therefore the genes of the 
sHSP-C could be retained in this cluster due to func-
tional constraint. Supporting this conjecture, the seven 
D. melanogaster sHSPs in the sHSP-C have coordinated 
expression in response to temperature shock, while hav-
ing distinct expression patterns during normal develop-
ment [24–27].
sHSP-C genes have also been identified and studied 
in other insects [11] and coordinated expression of the 
entire sHSP-C is evident in Bombyx mori (Lepidoptera) 
[11] and Bemisia tabaci (Hemiptera) [28]. Genomic 
organisation of the insect sHSP-C and coordinated 
expression of sHSP-C genes under certain conditions 
implies that the sHSP-C is a conserved entity in insects 
that could be functionally constrained. However, phy-
logenetic analyses to date which are restricted to the 
holometabola imply that these sHSP clusters are species-
specific and that the sHSPs have undergone multiple 
independent expansion events in the evolution of insects 
[11, 28]. Only very recently do phylogenetic analyses in 
Lepidoptera indicate that the sHSP-C is stable between 
species of this order [29, 30]. In the absence of more com-
prehensive expression data and phylogenetic evidence 
spanning the entirety of the insect orders including the 
more basally branching holometabola and hemimetabola 
it is unclear how the sHSP-C has evolved throughout the 
insect lineage and/or whether coordinate expression sug-
gestive of functional constraint is a feature of the sHSP-C 
in all insects.
To disentangle the evolutionary relationships of the 
sHSP-C in insects and assess if the insect sHSP-C evo-
lution could be due to constraint we combine a broad 
phylogenetic study with a focussed study of the expres-
sion of these genes in the basally branching holometabola 
honeybees. Using a comprehensive suite of arthropod 
genomes our analyses show that the sHSP-C is an ances-
tral component of pan-crustacean genomes and its com-
plex evolution throughout arthropod evolution is due 
to both evolutionary constraint of an ancestral cluster 
as well as multiple expansion events in different spe-
cies. Using two tractable models of phenotypic plastic-
ity in the Honeybee we assess whether the sHSP-C is a 
genomic regulatory domain that is expressed co-ordi-
nately in response to environmental stimuli to further 
support the notion that the insect sHSP-C is a conserved 




A sHSP‑cluster is a hallmark of arthropod genomes
In this study, we examine several classes of small heat-
shock proteins (sHSPs) which all share an extensive 
amount of genetic and protein sequence similarity. 
Herein our analyses contain (1) sHSP genes found syn-
tenically at the same genomic location in a sHSP-cluster 
(sHSP-C) (2) non-linked sHSPs which are not synteni-
cally clustered with other sHSP genes and (3) l(2)efl 
genes which are non-linked sHSP previously identified 
to be conserved throughout insects. Previous phyloge-
netic analyses have identified clustered sHSP genes in 
the holometabolous insects Apis mellifera, Tribolium 
castaneum, Bombyx mori, and Drosophila melanogaster 
[11]. Here, we extended these analyses with the addi-
tion of representative species from the hemimetabolous 
insects Ladona fulva, Ephemera danica, Zootermopsis 
nevadensis, Pediculus humanus, and include non-insect 
arthropods Tetrachynus urticae [chelicerate]; Daphnia 
pulex [crustacea]; Strigamia maritima [myriapoda] and 
the Lophotrochozoan Biomphalaria glabrata [mollusca] 
as a non-arthropod outgroup in order to systematically 
examine the evolution of these genes and gene cluster in 
Arthropods. In our analyses all arthropods have multi-
ple sHSP sequences. In the majority of arthropods sHSP 
genes are found adjacent to each other in gene clusters 
on contigs or genome scaffolds (Additional file 2: Figure 
S1). In comparison sHSP were not found to be clustered 
in a molluscan genome. Thus a sHSP-C appears to be a 
feature of arthropod genomes (with the exception of the 
hemimetabolous insect Zootermopsis).
l(2)efl is an insect innovation
We used BLAST to identify two categories of non-linked 
sHSPs; those that were most similar to Drosophila l(2)efl 
and non-linked sHSP most similar to the sHSP-C genes. 
We carried out phylogenetic analyses of the non-linked 
sHSP genes most similar to Drosophila l(2)efl and the 
genes of the sHSP-C from a single species from each 
order of the insects, and one species each from cheli-
cerates, crustacean, myriapoda and mollusca (Fig.  1). 
Since we were focussed on the mechanisms underlying 
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the evolution of the sHSP-C genes and due to the large 
number of non-linked sHSP that are most similar to 
the sHSP-C genes these non-linked sHSP genes were 
excluded from further analyses of the Arthropod sHSPs.
Phylogenetic analysis examining the relationships of 
the sHSP-C genes and l(2)efl indicates the existence of 
a clade containing the orthologs of the D. melanogaster 
l(2)efl gene from each insect species (Fig.  1, indicated 
by black dashed box). Examining the genomic organisa-
tion of sHSP-C genes we find that the l(2)efl gene is not 
clustered with other sHSP in the holometabolous and 
hemipteroid insects. However, the ortholog of l(2)efl of 
Fig. 1 Phylogenetic relationships sHSP genes in Arthropods. Bayesian Phylogram of sHSPs proteins generated using WAG model of amino-acid 
evolution. Node labels indicate posterior probabilities. The tree is rooted with non-linked sHSP sequences from mollusca. Protein identifiers refer 
to names in Additional file 1: Table S1. Coloured boxes demarcate the sHSP-C genes from the arthropod orders; diptera (light blue) hymenoptera 
(purple), coleoptera (dark blue), lepidoptera (pink), hemipteroid lineage (yellow), odonata (red), myriapoda (brown), chelicerata (green) and 
crustacea (grey). The dashed boxes indicate the non-linked l(2)efl sequences in insects
Page 4 of 13Leask et al. BMC Ecol Evo          (2021) 21:154 
the basally branching Palaeoptera Ladona and Ephemera 
is syntenically clustered with the sHSP-C genes (Addi-
tional file 2: Figure S1). In Ladona there are three copies 
of l(2)efl clustered in two separate sHSP-C and in Ephem-
era one of the sHSP-C genes falls into the orthologous 
insect l(2)efl phylogenetic group. We find no evidence for 
orthologs of l(2)efl in the genomes of non-insect arthro-
pods thus the l(2)efl gene appears to be an innovation 
specific to insects.
The insect sHSP‑C shares a common ancestor with l(2)efl
Consistent with previous data [11], the majority of the 
arthropod sHSP-C genes fall into order-specific phylo-
genetic clades (coloured boxes on Fig.  1) implying that 
these sHSP-C genes may be the result of group-specific 
expansion events from an ancestral gene or genes. There 
are, however, two exceptions. One Tribolium sHSP-
C gene (dark blue square) and one Tetrachynus non-
linked sHSP paralog (green square) form a clade with the 
sHSP-C genes from Drosophila (light blue box). Finally 
with the exception of the Bombyx and Odonata sHSP-C 
genes (which form two sister clades to all other holome-
tabolous and hemipteran insect sHSPs), all of the insect 
sHSP-C genes share a common branch-point with the 
homologous non-linked l(2)efl genes (dashed box Fig. 1). 
The phylogenetic signal suggests that the ancestral insect 
l(2)efl was contained in a sHSP-C as evidenced by l(2)efl 
found clustered in Odanata and Ephemera. To further 
support this notion we do observe that l(2)efl is found 
on the same chromosome as the sHSP-C in Hymenop-
tera, however is separated by 8  Mb (Additional file  2: 
Figure S1). It is possible that the insect sHSP-C arose 
from a duplication event that happened when l(2)efl 
was contained in an ancestral sHSP-C. Also notewor-
thy is that our analyses indicate that the evolution of the 
sHSP-C in Lepidoptera was different from that of the 
other holometabolous insects and that this is inconsist-
ent with the current understanding of species relation-
ships. This inconsistency in the phylogenetic signal could 
be explained by a differential duplication of an ancestral 
sHSP-C, could be the result of tree reconstruction error 
or could be the result of gene recombination/conversion 
between l(2)efl and the sHSP-C genes before separation 
of the ancestral complex or after separation exclusive to 
the Lepidoptera lineage.
sHSP‑C copy number is conserved in holometabolous insects
The phylogenetic evidence shows that there is signifi-
cant flux in the numbers of sHSP-C genes in the insect 
genomes. Copy number appears to be retained in the hol-
ometabolous insects (6–7 sHSP-C genes) whereas in the 
hemimetabolous insects it is unclear whether the Ladona 
expansion is a lineage specific event, or if the sHSP-C 
has been reduced (or lost in the case of Zootermopsis) in 
hemipteran genomes. The apparent clade-specific expan-
sions of the sHSP-C genes and the complexity of the phy-
logeny make it difficult to identify the ancestral sHSP-C 
gene(s) and thus trace the evolution of the sHSP-C in the 
insect lineage. Consistent with previous analyses carried 
out by Li et  al. the relationships seen in the phylogram 
are best explained by independent expansion events of 
the sHSP-C genes in each of the insect orders. However 
the species investigated in these initial analyses here and 
by Li et  al. diverged 300 my ago thus the phylogenetic 
distance between species may be too large to provide suf-
ficient resolution to understand the true relationships of 
the sHSP-C between species. To combat this issue we 
investigated the genome organization of the sHSP-C and 
carried out phylogenetic analyses of the sHSP-C genes 
in the more closely related species in the hemipteran 
(hemimetabolous sister group to the holometabola) and 
hymenopteran (most basally branching holometabolous 
insects) to deduce the origins of the insect sHSP-C.
All Hemipteran insects have a reduced or absent sHSP‑C
To assess the evolution of the sHSP-C genes in the 
hemipteroid lineage we identified sHSP-C genes, l(2)efl 
genes and sHSP paralogs (non-linked sHSP which have 
more similarity to sHSP-C genes) in hemiptera (Addi-
tional file  2: Figure S2) and constructed a phylogram of 
these plus the honeybee (basally branching holometabol-
ous insect), Odonata and Ephemera (representative non-
hemipteran hemimetabolous insects) sHSP-C genes and 
l(2)efl genes (Fig.  2). With the exception of Diaphorina 
citri, the hemipteroid sHSP-C genes and hemipteroid 
non-linked l(2)efl genes separate into two distinct phylo-
genetic clades (Fig. 2, yellow box and dashed box, respec-
tively) consistent with our previous arthropod phylogeny 
(Fig.  1). The hemipteroid sHSP-C genes and non-linked 
sHSP paralogs share a common branch point with the 
Apis mellifera sHSP-C genes and two of the Ephem-
era sHSP-C genes. Thus the hemiptera sHSP-C is most 
closely related to the genes of the sHSP-C of Apis mel-
lifera (most basally branching holometabolous insect) 
and Ephemera (hemimetabolous insect). In the absence 
of additional genomes from species that are evolution-
ary intermediates between holometabola and hemiptera 
we cannot determine if the hemiptera sHSP-C has been 
reduced or if sHSP-C gene expansion has occurred in the 
holometabolous insects. Our conclusion from the phy-
logeny is that the sHSP-C genes from Ladona, excluding 
those that cluster with l(2)efl, appear to be a consequence 
of lineage specific expansion from non-linked l(2)efl.
In hemiptera we see evidence of species-specific 
duplications of the sHSP-C genes. Within the phyloge-
netic group of the hemipteroid sHSP-C and non-linked 
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sHSP paralogs each hemipteroid sHSP-C gene is most 
closely related to a sHSP-C gene from the same spe-
cies-specific cluster (in bold on Fig. 2). In contrast, the 
non-linked sHSP paralogs are, in some cases, more 
closely related to the non-linked sHSP paralogs from 
closely related species e.g. the non-linked sHSP from 
Halyomorpha and Oncopeltus (marked by # on Fig. 2), 
a closely related Pentatomomorpha species (82  mya 
diverged [31]).
We found that the Diaphorina sHSP cluster, consist-
ing of two genes (Additional file  2: Figure S2), instead 
aligns with the alpha crystallin genes (excluded from the 
phylogeny). Additionally the cluster of three sHSP genes 
from Diaphorina group together in a separate clade adja-
cent to all other insect sHSPs. These data indicate that the 
clustered genes in Diaphorina are instead more similar to 
the conserved alpha-crystallin genes. The absence of a 
true sHSP-C in Diaphorina is consistent with the absence 
of a sHSP-C in the other true bug species A. pisum.
Birth and death evolution of the Hymenoptera sHSP‑C
sHSP-C genes, non-linked sHSP and l(2)efl genes were 
identified in hymenopteran species (Additional file 2: Fig-
ure S3). Comparable to the arthropod phylogeny (Fig. 1) 
the homologous l(2)efl forms a phylogenetic group with 
all Hymenoptera and other l(2)efl genes in other insects 
(Fig. 3). Additionally, our order specific analyses resolve 
the phylogenetic signal for the hymenopteran sHSP-C 
genes. The genomic organization of hymenopteran sHSPs 
indicates that the sHSP-C is more stable in the hymenop-
teran lineage than in hemiptera. This is supported by the 
conservation of orientation of transcription and reten-
tion of several genes in the sHSP-C (Additional file 2: Fig-
ure S3). Each gene of the Hymenopteran sHSP-C forms 
a phylogenetic group with representative genes from the 
other Hymenopteran species, indicating that the expan-
sion of sHSP genes giving rise to the sHSP-C in Hyme-
noptera are order, rather than species-specific (Fig.  3). 
The genes of the Hymenoptera sHSP-C likely originate 
Fig. 2 Phylogenetic relationships sHSP genes in Hemipteroid insects. Bayesian Phylogram of sHSPs proteins generated using WAG model of 
amino-acid evolution. Node labels indicate posterior probabilities. The tree is rooted with the clustered putative alpha-crystallin protein sequences 
from Diaphorina citri. Protein identifiers refer to names in Additional file 1: Table S1. Coloured boxes demarcate the sHSP-C genes from the 
hemipteroid order (yellow) and the hymenoptera (purple), odanata (red) and ephemera (orange) orders. The dashed boxes indicate the non-linked 
l(2)efl sequences. The dark grey box indicates the sHSP-C sequences from Diaphorina which falls independent of the other hemipteroid sHSP-C 
sequences in the phylogeny. In the hemipteroid (yellow) sHSP-C sequences are bolded
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from two ancestral sHSP genes which have duplicated to 
give rise to a core hymenopteran sHSP-C (dotted box on 
Additional file 2: Figure S3). This core was present deep 
in hymenopteran evolution as evidenced by its presence 
in Cephus, Orussus and the Apidae clades which last 
shared a common ancestor ~ 190 million years ago [32].
In Hymenoptera we find evidence to support birth and 
death evolution whereby new genes arise from duplica-
tion and are either maintained in the genome, deleted or 
become nonfunctional via deleterious mutations [33]. We 
see evidence of gene loss in the basal branching sawflies 
and the ants (Additional file 2: Figure S3) consistent with 
Fig. 3 Phylogenetic relationships sHSP genes in Hymenoptera. Bayesian Phylogram of sHSPs proteins generated using WAG model of amino-acid 
evolution. Node labels indicate posterior probabilities. The tree is rooted with sHSP-C sequences from Palaeoptera (Ephemera and Ladona) insects. 
Protein identifiers refer to names in Additional file 1: Table S1
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previous studies [28]. The absence of some of the sHSP-C 
genes in Athalia appears to be due to loss events because 
we see the full complement of ~ 7 hymenopteran sHSP-
C genes in another sawfly Cephus cinctus. We also iden-
tify remnants of sHSP ORFs in the ant Atta cephalotes 
sHSP cluster (whether these are expressed or functional 
remains to be determined) whereas the ant Ooceraea 
biroi has retained four of the sHSP-C genes and has 
another sHSP-C of two genes at another location in the 
genome. The phylogeny indicates that the genes of the 
second Ooceraea sHSP-C are most similar to that of the 
first Ooceraea sHSP-C. Other examples where genes of 
the same species sHSP-C are more similar to one another 
than other Hymenoptera sHSP-C genes are observed 
twice in Orussus, and once in Athalia and Microplitus, 
suggestive of recent species-specific duplications.
The cluster observed in Cephus cinctus is conserved 
through to the Apoidea (~ 190  million years diverged) 
which indicates that the ~ 7 sHSP-C in the extant spe-
cies of hymenoptera is likely very similar to the ancestral 
hymenoptera sHSP-C. This analysis indicates that the 
Hymenopteran sHSP-C was formed early in hymenop-
teran evolution but has been remodelled, through the 
birth and death of sHSP-C genes into the clusters seen in 
different species (Additional file 2: Figure S3).
Gene expression analyses
The sHSP‑C is a coordinately regulated gene cluster in A. 
mellifera
Our phylogenetic analyses indicate that in hemimetabol-
ous insects the sHSP complex is relatively unstable. Con-
versely, our analyses in Hymenoptera indicate that the 
sHSP complex is conserved over the 190  million years 
of evolution. Retention of this cluster in Hymenoptera 
implies that its genomic organisation is constrained and 
functionally important in some way. Evidence for func-
tional constraint of the sHSP-C has been previously indi-
cated in the higher branching holometabolous insects. 
In Drosophila and Lepidoptera the genes of the sHSP-C 
are regulated co-ordinately in response to heat-shock and 
stress [34–36] and in gonadal tissues respectively, anal-
ogous to what is seen for the conserved insect E(spl)-C 
[7] and Hox clusters [37] which are also under functional 
constraint. Recent phylogenetic evidence in Lepidop-
tera also indicates that the sHSP-C is conserved in this 
insect lineage [29, 30]. Thus we hypothesise that coor-
dinated regulation could also explain the maintenance 
of sHSP clusters in the most basally branching holome-
tabola, hymenoptera. In particular the hymenopteran 
honeybee displays remarkable and predictable examples 
of phenotypic plasticity, which we have previously shown 
can result in a massive transcriptional remodelling and 
coordinate expression of syntenic gene clusters [38]. 
To test the possibility that coordinate expression of the 
sHSP-C genes also occurs in hymenoptera and could be 
important in phenotypic plasticity, we examined our two 
previously published RNA-seq datasets [38, 39]. These 
datasets investigate the differences in gene expression 
as a result of phenotypic plasticity; the differential feed-
ing of honeybee larvae that results in queen develop-
ment [39] and the effect of queen mandibular pheromone 
(QMP) on honeybee ovary activity [38].
In honeybees, the sHSP-C genes are co-ordinately 
expressed in a data set of gene expression during acti-
vation of the honeybee worker ovary (Additional file  2: 
Figure S4). This coordinate regulation is not seen in data-
sets of honeybee female larval development, indicating 
that, as in Drosophila and Bombyx, these clusters may 
be regulated in a coordinate way in some situations, and 
separately in others. This is consistent with the findings 
of Duncan et  al. [38] where they identified a significant 
number of co-regulated gene clusters associated with the 
response of adult honeybees to QMP. However, a system-
atic comparison with four datasets revealed only a very 
small number of these clusters were co-ordinately regu-
lated in response to different environmental stimuli.
To gain more resolution of the co-ordinate regula-
tion of this sHSP-C gene cluster in honeybees we per-
formed RT-qPCR and confirmed that the genes of 
the sHSP-C are differentially regulated in the honey-
bee ovary in response to QMP (with the exception of 
LOC724274). However, the expression of the adjacent 
genes that are not related at the sequence-level to sHSP 
genes; Gmap and LOC100576174 are not significantly 
different between queen-right ovary and queen-less 
ovary defining the borders of the co-regulated gene 
cluster (Fig.  4A). We then assessed how this co-regu-
lation might be occurring by determining if there were 
binding motifs for Br-C and heat shock elements that 
are known to regulate the expression of these genes in 
Drosophila [19]. We found that the sHSP-C genes had 
predicted binding motifs for Br-C and HSE in their 
promoters, consistent with Drosophila [23, 40–42]. To 
assess epigenetic regulation we examined the sequence 
for CTCF binding sites and assessed H3K27me3 enrich-
ment (hallmarks of topologically associated domains) 
at the cluster in queen-less worker ovary, queen-right 
worker ovary and queen ovary. We found that although 
the overall levels of H3K27me3 at the sHSP-C are not 
different between queen-less worker ovary, queen-right 
worker ovary and queen ovary (Fig. 4B, C), the bounda-
ries of the sHSP-C including the two adjacent non-sHSP 
genes (Gmap and LOC100576174) are demarcated by 
higher levels of H3K27me3 at the 5ʹ and 3ʹ flanks of the 
cluster which coincides with the predicted CTCF sites. 
This implies that the sHSP-C cluster in honeybees is 
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co-ordinately regulated by transcription factor binding 
to promoter sites but also permissive chromatin struc-
ture bounded by the CTCF insulator sites, consistent 
with the sHSP-C acting as a topologically associated 
domain in the honeybee ovary.
Discussion
Tracking the evolution of the sHSP cluster in insect 
genomes is challenging due to the complex phyloge-
netic relationships of the many sHSP genes in insects. 
While the presence of a cluster of sHSP genes is widely 
Fig. 4 CTCF defines H3K27me3 enrichment at the boundaries of the sHSP-C. A The genomic structure at the sHSP-C in honeybees. Regulatory 
motifs CTCF (blue dotted line), Br-C (yellow circles) and HSE (green circles). B Average H3K27me3 enrichment across the sHSP-C. Cyan is queen 
H3K27me3 enrichment, black is from queen-less workers, and magenta is from queen-right workers. The sHSP-C bound by CTCF (including Gmap 
and LOC100576174) is significantly depleted of H3K27me3 in queen-right worker, queen-less worker and queen ovaries (Kruskall Wallis with a 
Dunn post-hoc test) in comparison to the 5ʹ and 3ʹ flanks. Numbers denote statistical significance (p < 0.0001). 1, 3 and 5 are comparisons between 
the 5ʹ flank and CTCF bound cluster for queen-right, queen-less worker and queens respectively. 2, 4 and 6 are comparisons between the 3ʹ flank 
and CTCF bound cluster for queen-right worker, queen-less worker and queen respectively. C Boxplot illustrating H3K27me3 enrichment across 
the sHSP-C and the 3ʹ and 5ʹ flanks that are demarcated by CTCF. Boxplot whiskers indicate minimum and maximum, the box is defined by 25th 
percentile, median, and 75th percentile. Outliers, data points outside 1.5 times the interquartile range above the upper quartile and below the 
lower quartile, are shown as individual data points. D RT-qPCR of genes honeybee sHSP-C as well as immediately adjacent genes Gmap and 
LOC100576174. Target gene expression is measured relative to mRPL44 and Rpn2, which are stably expressed in honeybee ovaries [54]. Gene 
expression was measured in five biological replicates each consisting of ovaries from multiple individuals: queen (n = 3), queen-right worker 
(n = 20), and queen-less workers (n = 10). Differences in gene expression were assessed using a general linear model ANOVA with a Tukey post 
hoc test and 95% confidence interval. Samples that do not share letters are statistically significantly different with a p value < 0.05. All of the sHSP-C 
genes are significantly different in expression between queen-right worker and queen-less worker ovaries (with the exception of LOC724274) 
whereas the genes Gmap and LOC100576174 which are immediately adjacent to the sHSP-C are not significantly different in expression between 
queen-right worker and queen-less worker ovaries. This data validates what we see in the ovary activation RNA-seq dataset comparing sHSP-C gene 
expression in queen-right worker and queen-less worker ovaries
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conserved across insect genomes, phylogenetic evidence 
indicates that the genes that make up those clusters have 
arisen in a species independent way, as they are not phy-
logenetically related across insect orders.
In our analyses we only find support for ancient sta-
ble clusters of sHSP genes composed of genes with clear 
orthologous relationships in Hymenoptera. We find that 
the majority of genes of the hymenoptera sHSP-C are 
order-specific and orthologs are not detected outside 
of the Hymenoptera. Order-specific sHSP-C genes have 
also recently been identified in a study of eight species of 
Lepidoptera [29]. Consistent with previous analyses [11] 
gene conversion cannot explain this phylogenetic sig-
nal that we observe in Hymenoptera. Instead our analy-
ses support birth-and-death evolution of this multigene 
family. We show evidence for sHSP gene loss from the 
cluster in sawflies, wasps, ants and bees, and we see evi-
dence for duplication in the Ooceraea and Microplitus. 
We propose that multiple duplication and loss events 
during the evolution of the Hymenopteran sHSP-C has 
led to the complex phylogenetic signal, which depicts 
multiple lineage specific sHSP-C. Without the ancestral 
species and/or more closely related non-hymenopteran 
insect species intermediary to the more basal branching 
hemimetabolous insects it is not possible to identify the 
genes that have been lost or duplicated in the insect line-
age. It is possible that the evolutionary mechanisms driv-
ing the sHSP-C evolution in hemiptera are very different 
to that of the holometabolous insects, and we cannot rule 
out that either gene conversion or recent species-specific 
duplications of the genes in a heavily reduced sHSP-C 
could be responsible for the phylogenetic signal we see 
in the hemiptera. However, with the addition of more 
hymenopteran species, we are able to define the ances-
tral hymenopteran sHSP cluster and we are able to iden-
tify the birth and death events that have occurred in this 
lineage.
Based on our analyses we propose a model of the ances-
tral insect sHSP-C which likely contained two divergent 
sHSP genes (Fig. 5). In the basal branching insect species 
Ladona and Ephemera this cluster is retained. In Ephem-
era a sHSP paralog is duplicated to give rise to a sHSP-C 
containing three genes. In contrast, the Ladona genome 
appears to have undergone multiple duplications of the 
Fig. 5 The origin of the insect sHSP-C and l(2)efl genes. The origin of the sHSP genes was before the divergence of the Arthropod lineage. The 
ancestral Arthropod sHSP genes were contained in a cluster. The ancestral insect sHSP-C likely contained two divergent sHSP genes. In the basal 
branching insect species Ladona and Ephemera this cluster is retained where there is at least one copy of each of the ancestral sHSP genes (l(2)
efl and sHSP paralogs). In the higher branching hemiptera the two ancestral sHSPs are separated (l(2)efl and sHSP paralogs) and remain so in the 
holometabolous insects. This separation gives rise to the homologous non-linked insect sHSP l(2)efl, which is shared with all insects. After the split 
of the holometabola from the hemimetabola, the sHSP paralogs undergo extensive duplication and loss events to give rise to the lineage specific 
sHSP-C genes via birth-and-death evolution
Page 10 of 13Leask et al. BMC Ecol Evo          (2021) 21:154 
ancestral insect cluster producing three separate sHSP-C. 
Each of these clusters contains at least one gene copy of 
each of the ancestral sHSP genes (l(2)efl and sHSP par-
alog). The existence of the two divergent copies of sHSP 
in Ladona and Ephemera is different to that of the rest 
of the insects’ sHSP-C. It becomes evident in the higher 
branching hemiptera that these two ancestral sHSPs are 
separated and remain so in the holometabolous insects. 
This separation gives rise to the homologous non-linked 
insect sHSP l(2)efl, which is shared with all insects. Evi-
dence of l(2)efl sHSP and sHSP-C separation might be 
seen in the hymenoptera where in some hymenopteran 
species (Apis and Atta) the homologous l(2)efl gene is 
retained on the same chromosome as the sHSP-C genes. 
The genes of sHSP-C present in the hemipteroid insects 
and holometabolous are paralogous in nature and, after 
the split of the holometabola from the hemimetabola, it 
is these sHSP paralogs which undergo extensive dupli-
cation and loss events to give rise to the lineage specific 
sHSP-C genes via birth-and-death evolution.
There is evidence for other gene clusters in insects 
undergoing birth-and-death evolution. The odorant bind-
ing protein family is a multigene family contained within 
clusters in the genome. In Drosophila species these clus-
ters contain a large number of genes ranging between 40 
and 61 genes. Phylogenetic analysis and assessment of 
genome organization in 12 Drosophila species showed 
that this cluster in Drosophila is prone to duplication, 
loss and pseudogenisation, and these specific events 
could be tracked throughout the 12 species (43).
Our phylogenetic evidence implies that the sHSPs also 
have a tendency to proliferate, become pseudogenes and 
vanish. This is supported by the large expansion and 
multiple sHSP-C that are seen in Ladona and the con-
trasting absence of sHSP-C genes in some hemipteroid 
genomes. In addition, the existence of the numerous 
species-specific individual sHSPs that are most likely 
species-specific duplication events, and the evidence of 
loss and pseudogenisation in the hymenoptera (Athalia, 
Atta and Bombus), further supports the theory of birth 
and death evolution as the main mechanism behind the 
insect sHSP-C evolution. Finally, we do see evidence of 
recombination of non-sHSP members of the HSP family 
into the sHSP-C in insects. In Bombyx HspB1 is an inter-
vening gene in the sHSP-C and in Frankliniella Hsp68 is 
found immediately adjacent to the genes of the sHSP-C. 
These data suggest that during the evolution of insects 
sHSP-C has recombined with other similar regions of 
the genome and therefore we can not definitively exclude 
gene conversion.
Interestingly, our phylogenetic evidence also suggests 
that genes of the sHSP-C remain linked during the evo-
lution of arthropods and insects. In general, arthropod 
genomes are subject to rapid changes in genome struc-
ture in comparison to vertebrates [44, 45] and therefore 
gene clusters in the arthropods are less likely to remain 
linked over large amounts of evolutionary time unless 
there is a selective advantage to do so. For example the 
E(spl)-C [7, 8] evolved through the co-option of genes 
to genome location that are co-ordinately regulated and 
remain linked as a result of functional constraint. How-
ever, the sHSP-C genes differ dramatically from E(spl)-C, 
in that the sHSP-C consists of genes that are paralogous 
in nature and therefore the evolution and functionality 
of the sHSP-C is starkly different. The retention of mul-
tiple sHSP genes in the genomes of arthropods implies 
that copy number of the sHSPs is functionally impor-
tant. Functionally sHsps assemble into large oligomers of 
12–32 subunits [46]. Thus copy number in the genome 
might be functionally constrained to achieve efficient 
production of these large oligomers. Additionally the 
genes of the sHSP-C do share regulatory sequences [11] 
and evidence from expression analyses in Drosophila 
[24], Bombyx and in this study in the honeybee support 
the fact that under certain environmental circumstances 
the sHSP-C genes are co-ordinately expressed. Thus it 
is possible that the sHSP-C genes are maintained due to 
functional constraint. Indeed, Duncan et  al. 2020 show 
that gene clusters that are differentially expressed in hon-
eybee ovaries in response to the loss of QMP are marked 
by H3K27me3 and that H3K27me3 prefigures the gene 
expression changes that occur as the bee responds to this 
environmental stimulus. Although H3K27me3 enrich-
ment at the sHSP-C does not change between honeybee 
ovary types, we do see demarcation of the sHSP-C by 
H3K27me3 at the 5ʹ and 3ʹ flank of the sHSP-C which 
coincides with predicted CTCF sites. Previous stud-
ies have shown that H3K27me3 enrichment is found in 
broad genomic bands marking regions of silent genes 
and that expressed genes are found preferentially imme-
diately adjacent to the flanks of H3K27me3 enrichment. 
Although diminished H3K27me3 (a hallmark of open-
chromatin) at the sHSP-C alone is not enough to explain 
the coordinated regulation of the sHSP-C genes during 
ovary activation, it does suggest that genomic features 
consistent with coordinate regulation exist around the 
cluster. Taken together, the results of this study suggest 
that the sHSP-C genes are maintained in clusters and 
undergo birth and death evolution, which is driven per-
haps by species or order specific selection pressures.
What is clear from this study is that the sHSP cluster 
is fluid and less conserved in structure that other insect 
gene clusters. However, its presence in so many insect 
genomes, and its conserved coordinate expression and 
possibly regulation, implies that it is an integral genomic 
component of environmental response in arthropods.
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Methods
Identification of insect sHSP genes
We retrieved insect, chelicerate, myriapod, crusta-
cean, mollusca sHSP sequences from NCBI, vectorbase 
(https:// www. vecto rbase. org/) or the i5K Workspace at 
the USDA (https:// i5k. nal. usda. gov) after identifying 
them with reciprocal BLASTp [47] searches using Hon-
eybee l(2)efl LOC412197. The E-value cutoff for evaluat-
ing all sequences in homology search was  10–10.
Phylogenetic analysis
The amino acid sequences of sHSP genes of arthro-
pods  (Additional file  1: Table  S1) were aligned using 
clustal X v.1.8 [48]. Using the entire aligned amino acid 
sequences we reconstructed the phylogenetic relation-
ship of the arthropod sHSP genes using Bayesian meth-
ods implemented in MrBayes v.3.1.2. The WAG model 
[49] of amino acid replacement was used exclusively 
after testing with mixed models. MCMC chains were run 
for at least 3,000,000 generations until average standard 
deviation of split frequencies became stable below 0.05. 
The first 25% of resulting trees discarded as burnin. The 
resulting phylogenetic trees were visualised using Figtree 
[50].
Motif analyses
CTCF binding sites were located using the Gene Pal-
ette program. The sHSP-C and surrounding genes were 
loaded into the library as sequence, and the consensus 
sequence for CTCF (CNNNAGNNGGCGC) [51] from 
Drosophila was added as a feature, not allowing for mis-
matches. Potential binding sites for Br-C and HSE were 
located using gene sequences from NCBI Gene (http:// 
www. ncbi. nlm. nih. gov/ gene) put into Match-1.0 Pub-
lic (2005), which uses positional weight matrices from 
TRANSFAC Public 6.0. Settings were altered to minimise 
false positives, and to use invertebrate sequences. Poten-
tial transcription factor binding sites were located in the 
500 bp upstream of the transcriptional start site.
RNA‑seq and ChIP‑seq analyses
RNA-seq and ChIP-seq data was accessed from Gene 
Expression Omnibus (GEO), Reference numbers 
GSE120563 and GSE52291. Fold change for the honeybee 
sHSP-C genes, homologous l(2)efl and non-linked sHSP 
paralog were extracted from the ovary (GSE120563) 
and larval (GSE52291) RNA-seq datasets. The heatmap 
was generated in R studio and was used to visualise the 
expression values and hierarchical clustering of the hon-
eybee sHSP genes. We used bdgcmp within MACS2 
(v2.1.1.20160309) (52) to calculate fold enrichment of 
ChIP samples relative to input (background) at the sHSP-
C in queen-right, queen-less, and queen ovary samples. 
The grep command was used within the Linux environ-
ment to extract the fold enrichment for H3K27me3 from 
the sHSP-C and the flanking regions. Flanking regions 
were defined as ½ the length of the cluster as defined 
by the predicted CTCF binding sites (50  kb to the 5ʹ 
and 3ʹ of the sHSP cluster). To test whether the levels 
of H3K27me3 enrichment vary across the sHSP-C, we 
calculated mean fold enrichment across the 5′ flanking 
regions, sHSP cluster, and 3′ flanking regions.
RNA extraction and RT‑qPCR
Ovary tissue was removed from queen-right worker 
(n = 20), queen-less worker (n = 10) and queen abdo-
mens (n = 3) on ice in PBS before snap-freezing on dry 
ice and storage at −  80  °C. RNA extraction was carried 
out on biological replicates (n ~ 5) using Trizol reagent 
(Invitrogen) and purified using RNeasy columns (Qia-
gen). RNA concentration was determined using the 
NanoDrop ND1000 spectrometer (NanoDrop). RNA 
was converted to cDNA using a SuperScript VILO 
cDNA Synthesis Kit (Invitrogen) as per the manufactur-
ers instructions. For primer design with Primer3 (avail-
able online http:// frodo. wi. mit. edu [53] gene sequences 
for the sHSP-C genes, Gmap and LOC100576174 were 
obtained from NCBI. Primers were checked for specific-
ity using the Primer BLAST program available at http:// 
blast. ncbi. nlm. nih. gov/ Blast. cgi. RT-qPCRs were carried 
out on a BioRad CFX Real-Time PCR detection system 
with SsoFast EvaGreen PCR mastermix, 5  ng of cDNA, 
and 300 nM of each primer. The RT-qPCRs were carried 
out on three biological replicates with each measure-
ment made in duplicate and analysed using the BioRad 
CFX (CFX Manager software version 3.1). Gene expres-
sion was normalized to the geometric mean of two refer-
ence genes Rpn2 and mRPL44. Differences in target gene 
expression were determined by ANOVA (Analysis of var-
iance) with a Tukey’s post hoc test after confirming that 
the data fit a normal distribution using a Shapiro–Wilk 
test.
Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12862- 021- 01885-8.
Additional file 1: Table S1. Amino acid sequences of sHSP genes of 
arthropods.
Additional file 2: Figure S1. sHSP-C genomic organisation in Arthropods. 
Figure S2. sHSP-C genomic organisation in Hemimetabolous insects. 
Figure S3. sHSP-C genomic organisation in Hymenoptera.
Acknowledgements
Not applicable.
Page 12 of 13Leask et al. BMC Ecol Evo          (2021) 21:154 
Authors’ contributions
AW and EJD carried out the RT-qPCR and analysis. MPL generated the ChIP-
seq data and EJD analysed the data. MPL and PKD conceived the project, 
carried out the phylogenetic analyses and wrote the manuscript. ML carried 
out the motif analyses. All authors reviewed the final manuscript. All authors 
read and approved the final manuscript.
Funding
This research was funded by GRAVIDA: National Centre for Growth and Devel-
opment (New Zealand).
Availability of data and materials
All sequences and accession numbers (derived from NCBI, vectorbase (https:// 
www. vecto rbase. org/) or the Baylor i5K pilot project (https:// www. hgsc. bcm. 
edu/ i5k- pilot- proje ct- summa ry) are available in Additional file 1: Table S1. 
The dataset(s) supporting the conclusions of this article is(are) available in 
the Gene Expression Omnibus (GEO) repository, GSE120563 and GSE52291 
(https:// www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= GSE12 0563 and 
http:// www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= GSE52 291).
Declarations
Ethics approval and consent to participate
This manuscript describes analysis of publicly available genome sequences 





The authors declare that they have no competing interests.
Author details
1 Department of Biochemistry, University of Otago, Dunedin, New Zealand. 
2 Genomics Aotearoa and Department of Biochemistry, University of Otago, 
Dunedin, New Zealand. 3 School of Biology, Faculty of Biological Sciences, 
University of Leeds, Leeds LS2 9JT, UK. 
Received: 21 December 2020   Accepted: 28 July 2021
References
 1. Duboule D, Dollé P. The structural and functional organization of the 
murine HOX gene family resembles that of Drosophila homeotic genes. 
EMBO J. 1989;8(5):1497–505. https:// doi. org/ 10. 1002/j. 1460- 2075. 1989. 
tb035 34.x.
 2. Duboule D, Morata G. Colinearity and functional hierarchy among genes 
of the homeotic complexes. Trends Genet. 1994;10(10):358–64.
 3. Akam M, Averof M, Castelli-Gair J, Dawes R, Falciani F, Ferrier D. 
The evolving role of Hox genes in arthropods. Development. 
1994;1994(Supplement):209LP–15. http:// dev. biolo gists. org/ conte nt/ 
1994/ Suppl ement/ 209. abstr act.
 4. Wang BB, Müller-Immergluck MM, Austin J, Robinson NT, Chisholm A, 
Kenyon C. A homeotic gene cluster patterns the anteroposterior body 
axis of C. elegans. Cell. 1993;74(1):29–42.
 5. Garcia-Fernàndez J, Holland PWH. Archetypal organization of the amphi-
oxus Hox gene cluster. Nature. 1994;370(6490):563–6. https:// doi. org/ 10. 
1038/ 37056 3a0.
 6. McGinnis W, Krumlauf R. Homeobox genes and axial patterning. Cell. 
1992;68(2):283–302.
 7. Duncan EJ, Dearden PK. Evolution of a genomic regulatory domain: the 
role of gene co-option and gene duplication in the Enhancer of split 
complex. Genome Res. 2010;20(7):917–28.
 8. Dearden PK. Origin and evolution of the enhancer of split complex. BMC 
Genomics. 2015;16(1):712. https:// doi. org/ 10. 1186/ s12864- 015- 1926-1.
 9. Duncan EJ, Wilson MJ, Smith JM, Dearden PK. Evolutionary origin and 
genomic organisation of runt-domain containing genes in arthropods. 
BMC Genomics. 2008;9(1):558. https:// doi. org/ 10. 1186/ 1471- 2164-9- 558.
 10. Schlatter R, Maier D. The Enhancer of split and Achaete-Scute complexes 
of Drosophilids derived from simple ur-complexes preserved in mosquito 
and honeybee. BMC Evol Biol. 2005;5(1):67. https:// doi. org/ 10. 1186/ 
1471- 2148-5- 67.
 11. Li Z-W, Li X, Yu Q-Y, Xiang Z-H, Kishino H, Zhang Z. The small heat shock 
protein (sHSP) genes in the silkworm, Bombyx mori, and comparative 
analysis with other insect sHSP genes. BMC Evol Biol. 2009;9(1):215. 
https:// doi. org/ 10. 1186/ 1471- 2148-9- 215.
 12. Morrow G, Tanguay RM. Drosophila small heat shock proteins: an update 
on their features and functions. In: The big book on small heat shock 
proteins heat shock proteins, vol 8. Cham: Springer; 2015. p. 579–606. 
https:// app. dimen sions. ai/ detai ls/ publi cation/ pub. 10190 80962.
 13. Raut S, Mallik B, Parichha A, Amrutha V, Sahi C, Kumar V. RNAi-mediated 
reverse genetic screen identified drosophila chaperones regulating eye 
and neuromuscular junction morphology. G3 Genes|Genomes|Genetics. 
2017;7(7):2023–38. http:// www. g3jou rnal. org/ conte nt/7/ 7/ 2023. abstr act
 14. de Jong WW, Caspers G, Leunissen JAM. Genealogy of the α-crystallin—
small heat-shock protein superfamily. Int J Biol Macromol. 1998;22(3–
4):151–62. https:// doi. org/ 10. 1016/ s0141- 8130(98) 00013-0.
 15. Kriehuber T, Rattei T, Weinmaier T, Bepperling A, Haslbeck M, Buchner J. 
Independent evolution of the core domain and its flanking sequences in 
small heat shock proteins. FASEB J. 2010;24(10):3633–42. https:// doi. org/ 
10. 1096/ fj. 10- 156992.
 16. De Miguel N, Echeverria PC, Angel SO. Differential subcellular localization 
of members of the Toxoplasma gondii small heat shock protein family. 
Eukaryot Cell. 2005;4(12):1990–7. http:// ec. asm. org/ conte nt/4/ 12/ 1990. 
abstr act.
 17. Weston DJ, Karve AA, Gunter LE, Jawdy SS, Yang X, Allen SM, et al. Com-
parative physiology and transcriptional networks underlying the heat 
shock response in Populus trichocarpa, Arabidopsis thaliana and Glycine 
max. Plant Cell Environ. 2011;34(9):1488–506. https:// doi. org/ 10. 1111/j. 
1365- 3040. 2011. 02347.x.
 18. Dabbaghizadeh A, Finet S, Morrow G, Moutaoufik MT, Tanguay RM. Oligo-
meric structure and chaperone-like activity of Drosophila melanogaster 
mitochondrial small heat shock protein Hsp22 and arginine mutants in 
the alpha-crystallin domain. Cell Stress Chaperones. 2017;22(4):577–88.
 19. Dubrovsky EB, Dretzen G, Bellard M. The Drosophila broad-complex regu-
lates developmental changes in transcription and chromatin structure of 
the 67B heat-shock gene cluster. J Mol Biol. 1994;241(3):353–62.
 20. Dubrovsky EB, Dretzen G, Berger EM. The Broad-Complex gene is a tissue-
specific modulator of the ecdysone response of the Drosophila hsp23 
gene. Mol Cell Biol. 1996;16(11):6542–52.
 21. Sirotkin K, Davidson N. Developmentally regulated transcription 
from Drosophila melanogaster chromosomal site 67B. Dev Biol. 
1982;89(1):196–210.
 22. Ayme A, Tissières A. Locus 67B of Drosophila melanogaster con-
tains seven, not four, closely related heat shock genes. EMBO J. 
1985;4(11):2949–54. https:// doi. org/ 10. 1002/j. 1460- 2075. 1985. tb040 28.x.
 23. Mestril R, Schiller P, Amin J, Klapper H, Ananthan J, Voellmy R. Heat shock 
and ecdysterone activation of the Drosophila melanogaster hsp23 gene; 
a sequence element implied in developmental regulation. EMBO J. 
1986;5(7):1667–73. https:// doi. org/ 10. 1002/j. 1460- 2075. 1986. tb044 10.x.
 24. Jagla T, Dubińska-Magiera M, Poovathumkadavil P, Daczewska M, Jagla 
K. Developmental expression and functions of the small heat shock 
proteins in Drosophila. Int J Mol Sci. 2018;19(11):3441.
 25. Bettencourt BR, Hogan CC, Nimali M, Drohan BW. Inducible and constitu-
tive heat shock gene expression responds to modification of Hsp70 copy 
number in Drosophila melanogaster but does not compensate for loss of 
thermotolerance in Hsp70null flies. BMC Biol. 2008;6(1):5. https:// doi. org/ 
10. 1186/ 1741- 7007-6-5.
 26. Gonsalves SE, Moses AM, Razak Z, Robert F, Westwood JT. Whole-genome 
analysis reveals that active heat shock factor binding sites are mostly 
associated with non-heat shock genes in Drosophila melanogaster. PLoS 
ONE. 2011;6(1):e15934. https:// doi. org/ 10. 1371/ journ al. pone. 00159 34.
 27. Colinet H, Lee SF, Hoffmann A. Knocking down expression of Hsp22 and 
Hsp23 by RNA interference affects recovery from chill coma in Drosophila 
melanogaster. J Exp Biol. 2010;213(24):4146LP–50. http:// jeb. biolo gists. 
org/ conte nt/ 213/ 24/ 4146. abstr act.
Page 13 of 13Leask et al. BMC Ecol Evo          (2021) 21:154  
•
 
fast, convenient online submission
 •
  
thorough peer review by experienced researchers in your field
• 
 
rapid publication on acceptance
• 
 
support for research data, including large and complex data types
•
  
gold Open Access which fosters wider collaboration and increased citations 
 
maximum visibility for your research: over 100M website views per year •
  At BMC, research is always in progress.
Learn more biomedcentral.com/submissions
Ready to submit your research ?  Choose BMC and benefit from: 
 28. Wang X-R, Wang C, Ban F-X, Zhu D-T, Liu S-S, Wang X-W. Genome-wide 
identification and characterization of HSP gene superfamily in whitefly 
(Bemisia tabaci) and expression profiling analysis under temperature 
stress. Insect Sci. 2019;26:44–57. https:// doi. org/ 10. 1111/ 1744- 7917. 
12505.
 29. Chu J, Jiang DL, Yan MW, Li YJ, Wang J, Wu FA, et al. Identifications, charac-
teristics, and expression patterns of small heat shock protein genes in a 
major mulberry pest, Glyphodes pyloalis (Lepidoptera: Pyralidae). J Insect 
Sci. 2020. https:// doi. org/ 10. 1093/ jisesa/ ieaa0 29.
 30. Yang CL, Meng JY, Zhou L, et al. Identification of five small heat shock 
protein genes in Spodoptera frugiperda and expression analysis in 
response to different environmental stressors. Cell Stress Chaperones. 
2021;26:527–39. https:// doi. org/ 10. 1007/ s12192- 021- 01198-1.
 31. Panfilio KA, Vargas Jentzsch IM, Benoit JB, Erezyilmaz D, Suzuki Y, Colella S, 
et al. Molecular evolutionary trends and feeding ecology diversification 
in the Hemiptera, anchored by the milkweed bug genome. Genome Biol. 
2019. https:// doi. org/ 10. 1186/ s13059- 019- 1660-0.
 32. Misof B, Liu S, Meusemann K, Peters RS, Flouri T, Beutel RG, et al. Phylog-
enomics resolves the timing and pattern of insect evolution. Science. 
2014;346(6210):763–7. https:// doi. org/ 10. 1126/ scien ce. 12575 70.
 33. Nei M, Gu X, Sitnikova T. Evolution by the birth-and-death process in 
multigene families of the vertebrate immune system. Proc Natl Acad Sci. 
1997;94(15):7799–806. http:// www. pnas. org/ conte nt/ 94/ 15/ 7799. abstr 
act.
 34. Colinet H, Lee SF, Hoffmann A. Temporal expression of heat shock genes 
during cold stress and recovery from chill coma in adult Drosophila mela-
nogaster. FEBS J. 2010;277(1):174–85. https:// doi. org/ 10. 1111/j. 1742- 4658. 
2009. 07470.x.
 35. Goto SG, Yoshida KM, Kimura MT. Accumulation of Hsp70 mRNA under 
environmental stresses in diapausing and nondiapausing adults of Dros-
ophila triauraria. J Insect Physiol. 1998;44(10):1009–15.
 36. Liu G, Roy J, Johnson EA. Identification and function of hypoxia-response 
genes in Drosophila melanogaster. Physiol Genomics. 2006;25(1):134–41. 
https:// doi. org/ 10. 1152/ physi olgen omics. 00262. 2005.
 37. Pace RM, Grbić M, Nagy LM. Composition and genomic organization of 
arthropod Hox clusters. EvoDevo. 2016;7:11. https:// doi. org/ 10. 1186/ 
s13227- 016- 0048-4.
 38. Duncan EJ, Leask MP, Dearden PK. Genome architecture facilitates 
phenotypic plasticity in the honeybee (Apis mellifera). Mol Biol Evol. 
2020;37(7):1964–78. https:// doi. org/ 10. 1093/ molbev/ msaa0 57.
 39. Cameron RC, Duncan EJ, Dearden PK. Biased gene expression in early 
honeybee larval development. BMC Genomics. 2013;14:903. https:// doi. 
org/ 10. 1186/ 1471- 2164- 14- 903.
 40. Frydenberg J, Barker JSF, Loeschcke V. Characterization of the shsp genes 
in Drosophila buzzatii and association between the frequency of Valine 
mutations in hsp23 and climatic variables along a longitudinal gradient 
in Australia. Cell Stress Chaperones. 2010;15(3):271–80. https:// doi. org/ 10. 
1007/ s12192- 009- 0140-y.
 41. Sandaltzopoulos R, Mitchelmore C, Bonte E, Wall G, Becker PB. Dual 
regulation of the Drosophila hsp26 promoter in vitro. Nucleic Acids Res. 
1995;23(13):2479–87.
 42. Riddihough G, Pelham HR. Activation of the Drosophila hsp27 promoter 
by heat shock and by ecdysone involves independent and remote regu-
latory sequences. EMBO J. 1986;5(7):1653–8. https:// doi. org/ 10. 1002/j. 
1460- 2075. 1986. tb044 08.x.
 43. Vieira FG, Sánchez-Gracia A, Rozas J. Comparative genomic analysis of 
the odorant-binding protein family in 12 Drosophila genomes: purifying 
selection and birth-and-death evolution. Genome Biol. 2007;8(11):R235. 
https:// doi. org/ 10. 1186/ gb- 2007-8- 11- r235.
 44. Roux J, Robinson-Rechavi M. Developmental constraints on vertebrate 
genome evolution. PLOS Genet. 2008;4(12):e1000311. https:// doi. org/ 10. 
1371/ journ al. pgen. 10003 11.
 45. Thomas GWC, Dohmen E, Hughes DST, Murali SC, Poelchau M, Glastad 
K, et al. Gene content evolution in the arthropods. Genome Biol. 
2020;21(1):15. https:// doi. org/ 10. 1186/ s13059- 019- 1925-7.
 46. Haslbeck M, Weinkauf S, Buchner J. Small heat shock proteins: simplicity 
meets complexity. J Biol Chem. 2019;294(6):2121–32. https:// doi. org/ 10. 
1074/ jbc. REV118. 002809.
 47. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ. Basic local alignment 
search tool. J Mol Biol. 1990;215(3):403–10.
 48. Thompson JD, Gibson TJ, Plewniak F, Jeanmougin F, Higgins DG. 
The CLUSTAL_X windows interface: flexible strategies for multiple 
sequence alignment aided by quality analysis tools. Nucleic Acids Res. 
1997;25(24):4876–82. https:// doi. org/ 10. 1093/ nar/ 25. 24. 4876.
 49. Whelan S, Goldman N. A general empirical model of protein evolution 
derived from multiple protein families using a maximum-likelihood 
approach. Mol Biol Evol. 2001;18(5):691–9. https:// doi. org/ 10. 1093/ oxfor 
djour nals. molbev. a0038 51.
 50. Rambaut A. FigTree: tree figure drawing tool version 1.4.4. http:// tree. bio. 
ed. ac. uk/ softw are/ figtr ee. 2012.
 51. Van Bortle K, Ramos E, Takenaka N, Yang J, Wahi JE, Corces VG. Drosophila 
CTCF tandemly aligns with other insulator proteins at the borders of 
H3K27me3 domains. Genome Res. 2012;22(11):2176–87. https:// doi. org/ 
10. 1101/ gr. 136788. 111.
 52. Zhang Y, Liu T, Meyer CA, Eeckhoute J, Johnson DS, Bernstein BE, et al. 
Model-based analysis of ChIP-Seq (MACS). Genome Biol. 2008;9(9):R137. 
https:// doi. org/ 10. 1186/ gb- 2008-9- 9- r137.
 53. Rozen S, Skaletsky HJ. Primer3 on the WWW for general users and for 
biologist programmers. In: Misener S, Krawetz SA, editors. Methods 
in molecular biology, vol. 132. Bioinformatics methods and protocols. 
Totowa: Humana Press; 1999. p. 365–86.
 54. Duncan EJ, Hyink O, Dearden PK. Notch signalling mediates reproductive 
constraint in the adult worker honeybee. Nat Commun. 2016;7:12427. 
https:// doi. org/ 10. 1038/ ncomm s12427.
Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.
